A Gram-stain-negative, rod-shaped, facultatively aerobic strain, motile by a monotrichous (polar or lateral) flagellum, designated BSS09
The genus Roseibium, affiliated with the family Rhodobacteraceae, was first proposed by Suzuki et al. [1] to describe Roseibium denhamense and Roseibium hamelinense isolated from the coasts of Australia. Description of these two species was later emended by Biebl et al. [2] . A third species of the genus Roseibium, Roseibium aquae, was isolated from a saline lake and reported by Zhong et al. [3] . Currently, only three species are affiliated with the genus Roseibium. All three species are Gram-negative, aerobic, chemoheterotrophic, rod-shaped, and contain C 18 : 1 !7c as the major fatty acid and ubiquinone 10 (Q-10) as the sole respiratory quinone. In the present study, a novel bacterial strain, designated BSS09
T , was isolated from surface sediment of station B45 (38.3203 N 118.9964 E) located at the Bohai Sea during a cruise of R/V Dong Fang Hong 2 in September 2015. The phenotypic and taxonomic characteristics of strain BSS09
T indicate that it represents a novel species of the genus Roseibium.
The surface sediment sample of station B45 was collected using a box corer onboard. The sediment sample was serially diluted with 0.85 % (w/v) sterile NaCl solution. The dilutions were spread on marine agar 2216 (MA; Becton Dickinson) and incubated at 28 C. A regular, pale yellow, convex and translucent to opaque colony was picked and purified by streaking three times on MA. The strain was preserved in sterile 0.85 % (w/v) NaCl solution supplemented with 15 % (v/v) glycerol at À80 C. Type strains of the three species of the genus Roseibium, R. denhamense, R. hamelinense and R. aquae obtained from the Japan Collection of Microorganisms (JCM), were used as reference strains. They were cultured at the same conditions as strain BSS09
T [MA/marine broth 2216 (MB), 28 C], unless otherwise specified.
Cell morphology and flagellation were determined by transmission electron microscopy (JEM-1200EX; JEOL) after negative staining with 1 % (w/v) phosphotungstic acid (Fig.  S1 , available in the online Supplementary Material). Gramstaining and flagellum staining were investigated using standard methods described previously [4] . The presence of gliding motility was investigated using the methods described by Bernardet et al. [5] after cultures were grown on MA at 28 C for 1 day. Anaerobic growth of the bacterial strains was tested on MA in a jar filled with nitrogen and a packet of AnaeroPack-Anaero (Mitsubishi Gas Chemical) at 
28
C for up to 1 month. The temperature range for growth was determined by incubation on MA at 4-47 C (4, 10, 16,  20, 24, 28, 32, 37, 42, 45 and 47 C) for 7 days. The pH and salinity ranges for growth were investigated by measuring the optical densities (wavelength 590 nm) in 96-well microplates. Specifically, pH was evaluated by incubation in marine ZoBell broth (5 g peptone, 1 g yeast extract and 0.01 g FePO 4 in 1 litre of seawater; MB) over 5.0-10.0 at an interval of 1.0 pH unit using the following buffer systems: MES (pH 5.0-6.0), MOPS (pH 7.0), Tricine (pH 8.0), TAPS (pH 9.0) and CAPS (pH 10.0). Salinity tolerance was tested by incubation in MB prepared with different proportions of distilled water and seawater over an NaCl concentration of 0-10.0 % (w/v) at an interval of 1.0 %. Activities of catalase and oxidase and hydrolysis of alginate, starch, casein, gelatin and Tweens 20, 40 and 80 were determined according to the methods of Tindall et al. [6] with a slight modification that distilled water was replaced by sterile seawater. DNase activity was examined by using DNase agar (Qingdao Hope Biotechnology) according to the manufacturer's instructions. Constitutive enzyme activities and other physiological and biochemical traits were evaluated by API ZYM, API 20E, API 20NE and API 50CHB/E test systems (bioM erieux) and Gram-negative MicroPlates (Biolog) according to the manufacturers' instructions after 2 days of growth on MA at 28 C, except that the strips were inoculated with sterile seawater [7] . The morphological, physiological and biochemical characteristics of strain BSS09
T and the three reference strains are shown in Table 1 .
For cellular fatty acid analysis, bacterial strains were incubated on MA at 28 C for 12 h and cells at the late-exponential stage of growth determined by the four quadrant streak method [8] were collected. Cellular fatty acids were extracted and analysed according to the standard protocol of MIDI (Sherlock Microbial Identification System, version 6.10), and peaks were identified and named by referring to the TSBA6.0 database of the Microbial Identification System [8] . For analyses of polar lipids and respiratory quinones, cell biomass was obtained by centrifugation after shaking in MB at 28 C for 48 h and then freeze-dried. Polar lipids were extracted according to the procedures described by Minnikin et al. [9] and separated by two-dimensional TLC on silica gel 60 F254 plates (Merck) using chloroform/methanol/water (65 : 25 : 4, by vol.) for the first dimension and chloroform/methanol/acetic acid/water (80 : 12 : 15 : 4, by vol.) for the second dimension [10] . Individual lipids were identified by spraying with appropriate detection reagents [11] . Respiratory quinones were extracted with chloroform/ methanol (2 : 1, v/v), fractionated by silica-gel TLC and identified by HPLC [12] . DNA was extracted according to the procedure of Moore et al. [13] ; the DNA G+C content was determined by reversed-phase HPLC according to Mesbah and Whitman [14] .
The significant dominant fatty acid of all the isolates, as shown in Table 2 , was C 18 : 1 !7c, occupying a proportion of more than 60.0 % (from 60.5 to 78.3 %), similar to the results reported previously [2, 3] . This was followed by summed feature 2 [comprising an unknown fatty acid of equivalent chain length (ECL) 10.928 and/or C 12 : 0 ALDE (3.1 %), C 14 : 0 3-OH and/or iso-C 16 : 1 I (5.7 %)] and C 18 : 0 , which ranged from 8.1 to 11.3 % and from 1.1 to 3.6 %, respectively. Summed feature 2 was the second most abundant fatty acid in all isolates except R. denhamense JCM 10543
T with a high abundance of C 18 : 1 !6c; however, this high value was not observed in the original experiments. Moreover, compared to those obtained in the present study, the previous results showed a lower relative abundance of summed feature 2 and a higher relative abundance of C 18 : 0 and C 20 : 1 !7c [2, 3] . This discrepancy may be attributed to different culture conditions in the respective studies. The polar lipids of strain BSS09
T were one phosphatidylcholine (PC), one phosphatidylmonomethylethanolamine (PME), one unidentified aminolipid (AL), one phosphatidylglycerol (PG), one phosphatidylethanolamine (PE) and one unidentified polar lipid (L) (Fig. S2) . PC, PG, PME and PE were found in all species of the genus Roseibium, whereas other components varied in different species such as AL and diphosphatidylglycerol (DPG). The predominant respiratory quinone of strain BSS09
T was Q-10 (97.9 %), followed by MK-7 (2.1 %). In other members of the genus Roseibium, Q-10 was the sole respiratory quinone. The DNA G+C contents of the isolates were similar, ranging between 57.1 and 63.4 mol%.
The genomic DNA of strain BSS09
T was extracted with the phenol/chloroform method [15] . The 16S rRNA gene was amplified with the universal primers B8F (5¢-AGAGTTTGATCCTGGCTCAG-3¢) and B1510R (5¢-GGTTACCTTGTTACGACTT-3¢). Amplicons were cloned into the pUCm-T vector (TaKaRa) and sequenced at BGI. The 16S rRNA gene sequence was manually edited using EditSeq embedded in DNAStar and submitted to the GenBank database. Taxonomy and pairwise similarities between strain BSS09
T and its closest relatives were determined by using the EzBioCloud server (http://www.ezbiocloud.net/) [16] . The 16S rRNA gene sequences of strain BSS09
T and related strains retrieved from the NCBI database (http:// www.ncbi.nlm.nih.gov) were aligned with the CLUSTAL X program [17] . Phylogenetic trees were reconstructed in MEGA version 5.0 [18] with three algorithms: neighbourjoining, maximum-likelihood and maximum-parsimony. Genetic distance matrices in the neighbour-joining and maximum-likelihood trees were calculated by the Kimura two-parameter model [19] . Bootstrap values were determined based on 1000 replicates.
The 16S rRNA gene sequence of strain BSS09
T was 1444 nt long and showed highest similarity of 96.5 % to R. (Fig. 1) . Nevertheless, the relatively low sequence similarity of strain BSS09
T to the type strains of recognized species in the genus Roseibium suggested that it may represent a novel species [20] .
Strain BSS09
T shared the same features with the other three recognized species of the genus Roseibium in terms of positive activities of alkaline phosphatase, esterase (C4) and leucine arylamidase, and nitrate reduction, and negative activities of lipase (C14), valine arylamidase, cystine arylamidase, b-glucuronidase, b-glucosidase, N-acetyl-bglucosaminidase and a-fucosidase, H 2 S production, and hydrolysis of starch, casein and L-arginine. All strains had the ability to utilize D-glucose, D-mannose, D-sorbitol, cellobiose and maltose. All strains had Q-10 as the major respiratory quinone and C 18 : 1 !7c as the most abundant fatty acid component despite some differences in the overall fatty acid patterns. PC, PG, PME and PE were present in all species, but other components such as AL and DPG varied in different species (Fig. S2) [3] . The cell width and length of all strains range from 0.5 to 0.8 µm and 1.0 to 4.0 µm, respectively. +, Positive reaction; À, negative reaction; W, weak positive reaction. In the API ZYM system, all strains are positive for alkaline phosphatase, esterase (C4), leucine arylamidase; negative for lipase (C14), valine arylamidase, cystine arylamidase, b-glucuronidase, b-glucosidase, N-acetyl-b-glucosaminidase and a-fucosidase. 
Utilization of: range for growth, indole production, oxidase, catalase, hydrolysis of urea, aesculin, alginate, gelatin, DNA, Tween 40 and 80, and numerous enzymatic activities (Table 1) from the other three species. Therefore, the phenotypic and physiological characteristics and phylogenetic inferences mentioned above jointly suggest that strain BSS09 T belongs to the genus Roseibium and represents a novel species in this genus, for which the name Roseibium sediminis sp. nov. is proposed.
DESCRIPTION OF ROSEIBIUM SEDIMINIS SP. NOV.
Roseibium sediminis (se.di¢mi.nis. L. gen. n. sediminis of sediment).
Cells are Gram-stain-negative, facultatively aerobic, rodshaped (approximately 2.0-4.0 µm in length and 0.5-0.8 µm in width) and monotrichous (Fig. S1) 
proline, L-pyroglutamic acid, D-serine, L-serine, DL-carnitine, g-aminobutyric acid, inosine, uridine, thymidine, putrescin, 2,3-butanediol, DL-a-glycerol phosphate, a-Dglucose 1-phosphate and D-glucose 6-phosphate. The dominant fatty acid is C 18 : 1 !7c. The major respiratory quinone is Q-10, followed by MK-7. The polar lipids comprise one PC, one PME, one unidentified AL, one PG, one PE and one unidentified polar lipid. The type strain, BSS09 T (=KCTC 52373   T   =MCCC 1K03201   T   ) , was isolated from a surface sediment sample collected from the Bohai Sea. The DNA G+C content of the type strain is 57.1 mol%. 
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